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MetSerTyrAsnLeu LeuGlyPheLeuGln ArgSerSerAsnPhe GlnCysGlnLysLeu 

25 30 35 40 

LeuTrpGl nLeuAsn GlyArgLeuGluTyr CysLeuLysAspArg MetAsnPheAspIl e 

45 50 55 60 

ProGluGluIleLys GlnLeuGlnGlnPhe GlnLysGluAspAla AlaLeuThrlleTyr 

65 70 75 80 

GluMetLeuGlnAsn IlePheAlallePhe ArgGlnAspSerSer SerThrGlyTrpAsn 

85 90 95 100 

GluThrlleValGlu AsnLeuLeuAl aAsn ValTyrHlsGlnlle AsnHlsLeuLysThr 

105 110 115 120 

ValLeuGluGluLys LeuGluLysGluAsp PheThrArgGlyLys LeuMetSerSerLeu 

125 130 135 140 

HIsLeuLysArgTyr TyrGlyArglleLeu HIsTyrLeuLysAla LysGluTyrSerHls 

145 150 155 160 

CysAlaTrpThrlle ValArgYalGluIle LeuAgAsnPheTyr PhelleAsnArgLeu 

165 170 175 180 

ThrGlyTyrLeuArg Asn — 



FIG. I 




primer 

5'-gcaattttcag:a;gtcag-3' 



I . 1 



TCTTCGTCGTTAAAAGTC'A:CAGTCTTCGAGGAC 



L.J 




1 



DNA polymerase I repair 
T 4 DNA ligase 

transform E. coli 



gc a att ttca g tgtc ag 
cgttaaaagtc ; a:cagtc 

I I 




Parent 



Hinf\ 

gcaattttcag:a:gtcag 



CGTTAAAAGTC-flCAGTC 

L. J 




Mutant 



FIG. 2 



XhaM 




FIG 4 



197 
154 



220- 
167- 



O O 
q. IO IO 
h. CM CM 

£ >" > 

CO. CO CO 

a a. a, 



76- 



FIG. 8a 



t ^ a: ^ >< 

| | 197bp | 167bp | J 

PPItrp 



0 ^ ^ ^ ^ - 

^ 169bp ? 167bp ^ ^ 

PSY2501 

... FIG. 8b ^ 



( 





r 



65589 




IFN-B CYS TO SER CHANGE AT AMINO ACID 17 

1 17 

ATG AGC TAC AAC TTG CTT GGA TTC CTA CAA AGA AGC AGC AAT TTT CAGIaGT CAG AAG CTC 

met ser tyr asn leu leu gly phe leu gin arg ser ser asn phe gln lserl qln lys leu 

61 

CTG TGG CAA TTG AAT GGG AGG CTT GAA TAT TGC CTC AAG GAC AGG ATG AAC TTT GAC ATC 
leu trp gin leu asn gly arg leu glu tyr cys leu lys asp arg met asn phe asp ile 

121 

CCT GAG GAG ATT AAG CAG CTG CAG CAG TTC CAG AAG GAG GAC GCC GCA TTG ACC ATC TAT 
pro glu glu 1le lys gin leu gin gin phe gin lys glu asp ala ala leu thr lie tyr 

181 

GAG ATG CTC CAG AAC ATC TTT GCT ATT TTC AGA CAA GAT TCA TCT AGC ACT GGC TGG AAT 
glu met leu gin asn 11 e phe ala lie phe arg gin asp ser ser ser thr gly trp asn 

241 

GAG ACT ATT GTT GAG AAC CTC CTG GCT AAT GTC TAT CAT CAG ATA AAC CAT CTG AAG ACA 

glu thr 1le val glu asn leu leu ala asn val tyr his gin lie asn his leu lys thr 
301 

GTC CTG GAA GAA AAA CTG GAG AAA GAA GAT TTC ACC AGG GGA AAA CTC ATG AGC AGT CTG 

val leu glu glu lys leu glu lys glu asp phe thr arg gly lys leu met ser ser leu 
361 

CAC CTG AAA AGA TAT TAT GGG AGG ATT CTG CAT TAC CTG AAG GCC AAG GAG TAC AGT CAC 
his leu lys arg tyr tyr gly arg lie leu his tyr leu lys ala lys glu tyr ser his 

421 

TGT GCC TGG ACC ATA GTC AGA GTG GAA ATC CTA AGG AAC TTT TAC TTC ATT AAC AGA CTT 
cys ala trp thr ile val arg val glu ile leu arg asn phe tyr phe ile asn arg leu 

481 

ACA GGT TAC CTC CGA AAC TGA AGA TC 
thr gly tyr leu arg asn *** 
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